Key indicators: single-crystal X-ray study; T = 100 K; mean (C-C) = 0.002 Å; R factor = 0.035; wR factor = 0.100; data-to-parameter ratio = 15.3.
In the title salt, C 15 H 13 N 4 O + ÁNO 3 À , an extensive network of N-HÁ Á ÁN, N-HÁ Á ÁO and C-HÁ Á ÁO hydrogen-bond interactions are observed throughout the structure. Further stabilization is obtained by -stacking interactions between inversion-related quinoline systems and inversion-related pyridine rings, with respective centroid-centroid distances of 3.5866 (6) and 3.3980 (6) Å . Table 1 Hydrogen-bond geometry (Å , ). 
Related literature
Data collection: APEX2 (Bruker, 2011 ); cell refinement: SAINTPlus (Bruker, 2008) ; data reduction: SAINT-Plus; program(s) used to solve structure: SHELXS97 (Sheldrick, 2008 ); program(s) used to refine structure: SHELXL97 (Sheldrick, 2008) ; molecular graphics: DIAMOND (Brandenburg & Putz, 2005) ; software used to prepare material for publication: WinGX (Farrugia, 1999). 
Experimental
Under oxygen atmosphere: Quinaldic acid (0.8013 g, 4.627 mmol) was added as a solid in one portion to a suspension of 2,6-diaminopyridine (0.5000 g, 4.582 mmol) in pyridine (10 ml) and the mixture was stirred at 40 °C for 40 min. Triphenylphosphite (10 ml) was added dropwise over 10 minutes, after which the temperature was increased to 90-100 °C and stirred for a further 24 h. On cooling the precipitate was filtered, washed with H 2 O (50 ml) and then MeOH (50 ml).
The product was dissolved in diluted HNO 3 and left to stand at room temperature. Yellow crystals were obtained after five days.
Refinement
The N-bound hydrogen atoms were located in a difference Fourier map and refined freely. The remaining H atoms were placed in geometrically idealized positions at C-H = 0.93 Å, respectively and constrained to ride on their parent atoms, with U iso (H) = 1.2U eq (C).
Computing details
Data collection: APEX2 (Bruker, 2011 ); cell refinement: SAINT-Plus (Bruker, 2008) ; data reduction: SAINT-Plus (Bruker, 2008 ); program(s) used to solve structure: SHELXS97 (Sheldrick, 2008 ); program(s) used to refine structure: SHELXL97 (Sheldrick, 2008) ; molecular graphics: DIAMOND (Brandenburg & Putz, 2005) ; software used to prepare material for publication: WinGX (Farrugia, 1999 Representation of the title compound, showing displacement ellipsoids (50% probability).
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Figure 2
Packing and illustration of π-π stacking in the crystal.
2-Amino-6-(quinoline-2-carboxamido)pyridinium nitrate
Crystal data 
Special details
Experimental. The intensity data were collected on a Bruker X8 ApexII 4 K Kappa CCD diffractometer using an exposure time of 30 s/frame. A total of 1759 frames were collected with a frame width of 0.5° covering up to θ = 28.28° with 100.00% completeness accomplished. Geometry. All s.u.'s (except the s.u. in the dihedral angle between two l.s. planes) are estimated using the full covariance matrix. The cell s.u.'s are taken into account individually in the estimation of s.u.'s in distances, angles and torsion angles; correlations between s.u.'s in cell parameters are only used when they are defined by crystal symmetry. An approximate (isotropic) treatment of cell s.u.'s is used for estimating s.u.'s involving l.s. planes. 
) is used only for calculating R-factors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F
2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger. Symmetry codes: (i) −x+1, y+1/2, −z+5/2; (ii) x, −y+1/2, z−1/2; (iii) −x+2, y−1/2, −z+5/2; (iv) −x+2, −y, −z+2.
Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (Å

